ABSTRACT We present the first 3.315-Mbp assembled draft genome sequence of Flavobacterium succinicans strain DD5b. This bacterium is a phosphite-assimilating representative of the genus Flavobacterium isolated from guts of the zooplankton Daphnia magna.
involved in the phosphate esters uptake. Other genes involved in the oxidation of inorganic phosphonates (ptx or htx) were missing. Strain DD5b assimilates phosphonoacetate as single P or C source. The phosphonoacetate hydrolase phnA gene was present in a single copy; however, a complete 2-aminoethyl phosphonate pathway was not identified. In nature, the biosource of phosphonoacetate is an intermediate in one of the three 2-AEP degradation pathways. Neither a carbonphosphorus lyase complex nor a phosphonopyruvate hydrolase (pphA) were present in the genome. Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession JMTM00000000. The version described in this paper is JMTM01000000.
